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standard; RNA; MUS; 1687 BP. 



MMU6215 
AJ006215; 
AJ006215.1 

07-AUG-1998 (Rel . 56, Created) 

07 -AUG- 199 8 (Rel. 56, Last updated, Version 1) 

Mus musculus mRNA for CMP-N-acetylneuraminic acid synthetase 

CMP-N-acetylneuraminic acid synthetase. 

Mus musculus (house ■ mouse ) 

Eukaryota; Metazoa; Chorda ta; Craniata; Vertebra ta; Euteleostomi ; Mammalia ; 
Eutheria; Rodent ia; Sciurognathi ; Muridae; Murinae; Mus. 

[1] 

1-1687 

Gerardy-Schahn R. ; 



Submitted (13-MAY-199 8) to the EMBL/GenBank/DDBJ databases. 
Gerardy-Schahn R. , Institut fuer Medizinische Mikrobiologie, Medizinische 
Hochschule Hannover, Carl-Neuberg-Str . 1, Hannover, 



30625, GERMANY. 



£2} 

Munster A.K. , Eckhardt M. , Potvin B. , Muhlenhoff M. , Stanley P., 
Gerardy-Schahn R. ; 

"Mammalian cytidine 5 [prime ] -monophosphate N-acetylneuraminic acid 
synthetase: A nuclear protein with evolutionarily conserved structural 
motifs" ; 

Proc. Natl. Acad. Sci. U.S.A. 95:9140-9145(1998). 

MGD; MGI:1337124 ; Cmas . 
SPTREMBL; Q88719 ; 088719. 
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polyA_signal 



Location/Qualifiers 
1. .1687 

/ db_xr e f = " t axon : 10090 " 
/ organ ism= "Mus musculus" 
/cell_line= " AtT-2 0 " 
1. .1299 

/ db_xre f = " SPTREMBL : Q88719 " 

/product=" CMP-N-acetylneuraminic acid synthetase" 
/EC_number= "2.7.7.43" 
/protein_id= " CAA06915 . 1 " 

/ translation "MDALEKGAVTSGPAPRGRPSRGRPPKLQRSRGAGRGLEKPPHLAA 
LVLARGGSKG I PLKNIKRLAGVPL IGWVLRAALDAGVFQSVWVSTDHDE I ENVAKQFGA 
QVTORSSETSKDSSTSLDAIV^FLNYHNEVDIVGNIQATSPCLHPTDLQKVAEMIREEG 
YDSVTSVVRRHQFRWSEIQKGVREVTEPLNLNPAKRPRRQDWDGELYENGSFYFAKRHL 
I EMGYLQGGKMA YYEMRAEHS VD ID VD I DWP I AEQR VLRFG YFGKEKLKE IKLLVCN ID 
GCLTNGHIYVSGDQKEIISYDVKDAIGISLLKKSGIEVRLISERACSKQTLSALKLDCK 
TEVSVSDKLATVDEWRKEMGLCWKEVAYLGNEVSDEECLKRVGLSAVPADACSGAQKAV 
G Y I CKC SGGRG AI REF AEH I FLL I EKVNNSCQK " 
1647 . . 1652 



Sequence 1687 BP; 451 
atggacgcgc tggagaaggg 
cggggccggc ccccgaagct 
ccgcacctgg cagcgctggt 
atcaagcgcc tggcgggggt 
ggggtcttcc agagtgtgtg 



A; 360 C; 472 G; 404 T; 0 other; 
ggccgtcacg tcggggcccg ccccgcgtgg 
gcagcgcagc cggggcgcgg ggcgcggcct 
gctggcccgc ggcggcagca aaggcatccc 
tccgctcatt ggctgggtcc tgcgcgccgc 
.ggtttcaaca gaccatgatg aaattgagaa 



acggccgtcc 
agagaagccg 
actgaagaac 
cctggatgcg 
tgtggccaaa 
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caga^^gtg 

ctagacgcca 
caagccacat 
gaagaaggat 
attcagaaag 
cgtcgacaag 
catttgatag 
gagcacagtg 
agatttggct 
gatggatgtc 
tatgatgtaa 
ctcatctcag 
acagaagtca 
ctgtgctgga 
agagtgggcc 
tacatctgca 
ctactgatag 
aagggagatt 
atctgcaggt 
ccaatcatgg 
attaccgagg 
ccctgtcaaa 
tgagtctggt 
aaaaaaa 



cacaggtcca 
ttgtagaatt 
ctccatgttt 
atgactctgt 
gagttcgtga 
actgggatgg 
agatgggtta 
tggatatcga 
attttggaaa 
tcaccaatgg 
aagacgccat 
aacgggcctg 
gtgtgtccga 
aagaagtggc 
tgagcgctgt 
aatgcagcgg 
aaaaagttaa 
gaagcctttt 
gtgtggtctg 
ttcctgaacc 
gattgaccta 
ctagtgtgtg 
aagacacccc 



tcgaagaagt 
cctgaattat 
acatcccact 
cttctccgtt 
agtgactgag 
agagttatat 
cttacagggt 
cgtggacatc 
agagaagctg 
ccacatttat 
tggcataagt 
ctccaagcag 
taagctggcc 
ctatctcggc 
tcctgccgac 
tggccgggga 
taactcatgc 
ccagccattt 
atccgtgagc 
catgacataa 
gtcttgctcc 
tggtgttaat 
tgtgttaata 



tctgaaad 
cacaatgagg 
gacctccaga 
gtgaggcgcc 
cctctgaact 
gagaacggct 
gggaaaatgg 
gattggccga 
aaggagataa 
gtatcaggag 
ttattaaaga 



'ccaaagacag 
ttgacattgt 
aagttgcaga 
atcagtttcg 
tgaatccagc 
cattttattt 
catattatga 
tcgcagagca 
agcttttggt 
accaaaaaga 
aaagcggtat 



acgctctctg ccctaaagct 
accgtggatg agtggaggaa 



aatgaagtgt 
gcctgctccg 
gccatccgcg 
caaaaataga 
tgcattgttt 
tagttctcta 
tcatgtctgt 
gacctcataa 
gatgctggga 
aagttaccgt 



ctgatgaaga 
gggcccagaa 
agtttgcaga 
aaatgttgta 
tgatcaagtc 
ttctcaaagc 
tttcctcttg 
acaatccact 
ttttatttat 
tcacagaaaa 



ctctacctca 
ggggaatatc 
aatgatccga 
atggagtgaa 
gaaacggcct 
tgctaaaaga 
aatgcgagct 
aagagttctg 
ttgtaatatt 
aataatatct 
tgaggtgagg 
ggactgtaaa 
ggagatgggc 
atgcctcaag 
ggctgtgggg 
gcacattttc 
gtgtggggga 
ccgaagtgta 
tgagttttct 
atgcgaggta 
ctgtattgtg 
tgtaaagcaa 
aaaaaaaaaa 
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